Sequence Listing could not be accepted. 

If you need help call the Patent Electronic Business Center at (866) 
217-9197 (toll free) . 
Reviewer: Anne Corrigan 

Timestamp: [year=2008; month=8 ; day=14; hr=15; min=3 ; sec=l; ms = 42 9 ; ] 



Reviewer Comments : 
<210> 7 
<211> 6 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> gain mutation 



<400> 7 

Arg Gly Pro Ser Ala Glu 
1 5 



The above <223> response is an insufficient explanation for "Artificial 
Sequence": please give more information regarding the source of the 
genetic material. Same error in Sequence 8. 



Validated By CRFValidator v 1.0.3 
Application No: 10595902 Version No: 



1.0 



Input Set: 



Output Set: 



Started: 2008-07-15 16:53:43.730 
Finished: 2008-07-15 16:53:45.078 

Elapsed: 0 hr(s) 0 min(s) 1 sec(s) 348 ms 
Total Warnings : 2 8 
Total Errors: 0 
No. of SeqIDs Defined: 2 8 
Actual SeqID Count: 2 8 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 



Input Set: 



Output Set: 



Started: 2008-07-15 16:53:43.730 

Finished: 2008-07-15 16:53:45.078 

Elapsed: 0 hr(s) 0 min(s) 1 sec(s) 348 ms 

Total Warnings : 2 8 

Total Errors: 0 

No. of SeqIDs Defined: 2 8 

Actual SeqID Count: 2 8 

Error code Error Description 

This error has occured more than 20 times, will not be displayed 



SEQUENCE LISTING 

<110> Liu, Ziciuo 
Hong, Yuzhi 
Zhang, Lianhul 

<120> Method 

<130> 68107 .000002 

<140> 10595902 
<141> 2008-07-15 



<15 0> PCT/SG2 0 0 3/0 0 02 7 4 

<151> 2003-11-20 

<160> 28 

<170> Patentln version 3.1 

<210> 1 

<211> 19 

<212> DMA 

<213> Artificial Sequence 

<220> 

<223> GFP Forward primer 

<400> 1 

ggtccaggag gaaaaaggc 19 

<210> 2 

<211> 19 

<212> DNA 

<213> Artificial Sequence 



<220> 

<223> GFP Reverse primer 
<400> 2 

gttctgaggt cattactgg 

<210> 3 

<211> 23 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> mutagenesis forward primer 

<400> 3 

cgcgtggatc cgtttgatgg aca 



19 



23 



<210> 
<211> 
<212> 



4 

28 
DNA 



<213> 



Artificial Sequence 



<220> 

<223> mutagenesis reverse primer 

<400> 4 

gatgaattcc cctggaaaag cttatccc 28 

<210> 5 

<211> 24 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> AlbD forward primer 

<400> 5 

atgggaggat ccttttgatg gaca 24 

<210> 6 

<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> AlbD reverse primer 

<400> 6 

ctcagcgaat tcagcttatc cc 22 

<210> 7 

<211> 6 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> gain mutation 

<400> 7 

Arg Gly Pro Ser Ala Glu 
1 5 

<210> 8 

<211> 5 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> lose mutation 

<400> 8 

Lys Leu Phe Tyr Asn 
1 5 

<210> 9 

<211> 11 

<212> PRT 



<213> 



Artificial Sequence 



<220> 

<223> Pantoea dispera AlbD amino acids 31-41 

<400> 9 

Arg Cys lie Leu Phe Ala Ala Gly Leu Ser Gly 
15 10 

<210> 10 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Bacillus halodurans carboxy le sterase amino acids 31-41 

<400> 10 

Arg Ala Val Leu Leu Leu His Gly Phe Thr Gly 
15 10 

<210> 11 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Staphylococcus aureus carboxy le sterase amino acids 31-41 

<400> 11 

Arg Ala Val Leu Leu Leu His Gly Phe Thr Gly 
15 10 

<210> 12 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Listeria innocua carboxy lesterase amino acids 31-41 

<400> 12 

Arg Ala Val Leu Leu Leu His Gly Phe Thr Gly 
15 10 

<210> 13 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Bacillus subtilis carboxy le sterase amino acids 31-41 

<400> 13 

Lys Ala Val Leu Leu Leu His Gly Phe Thr Gly 
15 10 



<210> 14 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Thermotoga maritimal esterase amino acids 31-41 

<400> 14 

Lys Gly Val Leu Phe lie His Gly Tyr Thr Gly 
15 10 

<210> 15 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Treponema pallidum carboxylesterase amino acids 31-41 

<400> 15 

His Ala Val Leu Leu lie His Gly Tyr Met Gly 
15 10 

<210> 16 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Pseudomonas cepcia lipase amino acids 31-41 

<400> 16 

Tyr Pro lie lie Leu Tyr His Gly Leu Thr Gly 
15 10 

<210> 17 

<211> 11 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Bacillus stearothermophilus esterase amino acids 31-41 

<400> 17 

Ala Pro Leu Val Leu Leu His Gly Phe Thr Gly 
15 10 

<210> 18 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Pantoea dispera AlbD amino acids 101-109 



<400> 



18 



Gly Val Gly His Ser Leu Gly Ser Val 
1 5 

<210> 19 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Bacillus halodurans carboxylesterase amino acids 101-109 

<400> 19 

Val Gly Gly Leu Ser Leu Gly Gly Val 
1 5 

<210> 20 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Staphylococcus aureus carboxylesterase amino acids 101-109 

<400> 20 

Val Ala Gly Leu Ser Leu Gly Gly Asp 
1 5 

<210> 21 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Listeria innocua carboxylesterase amino acids 101-109 

<400> 21 

lie lie Gly Phe Ser Met Gly Gly Val 
1 5 

<210> 22 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Bacillus subtilis carboxylesterase amino acids 101-109 

<400> 22 

Ala Cys Gly Leu Ser Leu Gly Gly Val 
1 5 

<210> 23 

<211> 9 

<212> PRT 

<213> Artificial Sequence 



<220> 



<223> 



Thermotoga maritimal esterase amino acids 101-109 



<400> 23 

lie lie Gly Phe Ser Met Gly Gly Val 
1 5 

<210> 24 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Treponema pallidum carboxy lesterase amino acids 101-109 

<400> 24 

Val Gly Gly Leu Ser Met Gly Gly Val 
1 5 

<210> 25 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Pseudomonas cepcia lipase amino acids 101-109 

<400> 25 

Leu Val Gly His Ser Gin Gly Gly Gin 
1 5 

<210> 26 

<211> 9 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Bacillus st earothermophilus esterase amino acids 101-109 

<400> 26 

lie lie Ala His Ser Gin Gly Gly Gin 
1 5 

<210> 27 

<211> 235 

<212> PRT 

<213> Artificial Sequence 

<220> 

<223> AlbD-Ml mutant of Pantoea dispera AlbD protein 

<400> 27 

Met Asp Lys Ser Asp Leu Thr Glu Thr Ser Arg lie Lys His Gly Glu 
15 10 15 

Glu Ala Phe Asp Val Thr Leu Leu Gin Val Lys Gly Ala Thr Arg Cys 
20 25 30 



lie Leu Phe Ala Ala Gly Leu Gly Gly Ser Pro Leu Arg His Leu Glu 
35 40 45 



Leu Leu Gin Thr Phe Ala Arg His Gly Val Ser Val Val Ala Pro His 
50 55 60 

Phe Glu Arg Leu Thr Ser Pro Val Pro Thr Arg Ala Glu Leu Leu Glu 
65 70 75 80 

Arg Cys Gin Arg Leu Ala Arg Ala Gin Asn Glu Phe Cys Ser Gly Tyr 
85 90 95 

Ala Ser Val Thr Gly Val Gly His Ser Leu Gly Ser Val lie Leu Leu 
100 105 110 

Leu Asn Ala Gly Ala lie Ala Met Thr Ser Ala Gly Glu Ser Val Val 
115 120 125 

Phe Ala Gly Asp Arg Met Leu His Arg Leu lie Leu Leu Ala Pro Pro 
130 135 140 

Ala Asp Phe Phe Gin Ala Pro Ser Ala Leu Ala Ala Val Asn Val Pro 
145 150 155 160 

Val His lie Trp Ala Gly Glu Lys Asp Ser Leu Thr Pro Pro Ser Gin 
165 170 175 

Ala Cys Phe Leu Lys Gin Ala Leu Glu Gly Tyr Thr Gin Thr Tyr Leu 
180 185 190 

Cys Val Met Glu Glu Ala Gly His Phe Thr Phe Met Asn Thr Leu Pro 
195 200 205 

Pro Gin Val Thr Asp Ser His Pro Ser Arg Glu Ala Phe Leu Leu Asp 
210 215 220 

Leu Gly Glu Asn lie Ala Arg Leu Val Thr Asp 

225 230 235 

<210> 28 
<211> 705 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> AlbD-Ml mutant of Pantoea dispera AlbD DNA sequence 
<400> 28 

atggacaaaa gtgatctcac ggaaacgtct cggatcaaac atggggaaga ggcgtttgac 60 
gtcaccttat tgcaggttaa gggggcgacg cgctgtatcc tttttgctgc ggggctgggc 120 
ggcagtccgc tgcgccatct tgaacttctc cagacctttg cccgccatgg cgtttccgtt 180 
gtcgcgccac actttgaacg gttgacctca cccgtgccca ccagagctga attactggaa 240 
cgctgccagc ggcttgcgcg ggctcagaat gaattttgta gcggttatgc gtcggttacc 300 
ggtgttggcc actccctggg tagcgtgatt ttattgctga atgccggggc tatagcgatg 360 
acaagcgcag gggaatcggt tgttttcgcc ggcgaccgga tgttgcatcg acttatttta 420 
ctggcaccgc ccgccgattt tttccaggct ccgtctgcgc tggcagcggt gaacgtacct 480 
gttcacatct gggcaggtga aaaggacagc ctgacgcccc cgtcccaggc ctgctttctt 540 



aaacaggcac tggagggtta cacgcagact tatctctgtg tgatggaaga ggccgggcat 600 
tttaccttca tgaatacctt gcctccgcag gtaaccgatt cacatccgtc gcgggaggcc 660 
tttcttttag atttgggcga aaacatagcc cggctggtga ctgat 705 



